ABSTRACT Here, we present the genome sequence of the Gram-negative and rodshaped Marinobacter sp. strain JH2, which was isolated from seawater of the Kiel Fjord in Germany. The draft genome consists of two replicons, including one chromosome (3.6 Mb) and a circular plasmid (36.7 kb). The genome harbors 3,347 protein-coding genes.
Genome analysis revealed the presence of the complete alk gene cluster (alkSB1GHJ) for hydrocarbon catabolism (13) . Similarity analysis with the alk gene of the hydrocarbonoclastic Alcanivorax borkumensis SK2 revealed that the genome of Marinobacter sp. JH2 harbors the genes encoding AlkS, AlkB1, AlkG, AlkH, and AlkJ (see locus tags MARI_17890 to MARI_17930), and the recorded amino acid sequence identities were 73.83%, 87.16%, 68.97%, 84.92%, and 89.49%, respectively.
Data availability. The whole-genome shotgun project of Marinobacter sp. strain JH2 has been deposited at DDBJ/EMBL/GenBank under the accession numbers CP037934 and CP037935, with BioProject accession number PRJNA526490 and SRA accession number SRP199986.
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